ABSTRACT Sinorhizobium phage ⌽M6 infects the nitrogen-fixing rhizobial bacterium Sinorhizobium meliloti. ⌽M6 most closely resembles marine phages, such as Puniceispirillum phage HMO-2011, rather than previously sequenced rhizobial phages. The 68,176-bp genome is predicted to encode 121 open reading frames, only 10 of which have similarity to those of otherwise-unrelated Sinorhizobium phages.
7 ORFs with similarity to those of the ⌽M12/N3 genus and 2 with similarity to those of ⌽M9. ORF SmphiM6_19 is 32% identical to a predicted tail fiber ORF of ⌽M12 (phiM12_124), suggesting that genes encoding host-binding tail fiber proteins may have been shuttled between these phages.
Data availability. The genome sequence of Sinorhizobium phage ⌽M6 is available in GenBank under accession number MH700630. The fastq files containing the 2 ϫ 300-bp paired-end Illumina MiSeq reads are available from GenBank under Sequence Read Archive (SRA) numbers SRR7788541 for plaque isolate phiM6.1 and SRR7788540 for plaque isolate phiM6.2.
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